In Minnesota, USA, HPAIV subtype H5N2 was first confirmed in a poultry facility (hereafter termed facility) in Pope County on March 4, 2015 . The scope of the outbreak in Minnesota was unprecedented, and by mid-June 2015, the virus had been found in 23 counties with confirmed cases at 104 sites (98 turkey facilities, 5 chicken facilities, 1 backyard flock). The outbreak resulted in the depopulation of 9 million birds (8) and an economic loss of at least $650 million (9). Given that wild waterfowl are reservoirs for AIVs and that their movement could contribute to HPAIV spread, we conducted surveillance to detect HPAIV in wild waterfowl feces, selected dead birds, and live birds displaying neurologic impairment.
The Study
On March 6, 2015, we conducted an aerial survey covering a 24-km radius around the Pope County facility and identified ≈100 resident mallards (Anas platyrhynchos) and 21 trumpeter swans (Cygnus buccinator). During March 9-12, 2015, we collected 148 representative waterfowl fecal samples, pooled in groups of up to 3, to determine whether wild birds were actively shedding HPAIV. We did not detect HPAIV, although 2 pooled samples contained LPAIV (detailed methods in the online Technical Appendix, http://wwwnc.cdc.gov/EID/article/22/7/ 15-2032-Techapp1.pdf).
In March 2015, we chose 5 counties with infected facilities (Kandiyohi, Lac Qui Parle, Meeker, Nobles, and Stearns) and 5 waterfowl production areas (online Technical Appendix 1) where facilities were uninfected (Figure 1 ) to test for a spatial difference in HPAIV shedding. Within these areas, we compiled a list of wetlands and lakes and scouted those areas for waterfowl activity and sampled feces. For each area, our goal was to collect 300 fecal samples. In counties with infected poultry, we choose sites within 16 km of infected facilities. We collected ≈20 samples from a given spatiotemporal point to obtain representation within a target area.
We solicited agency staff and the public to report any deceased wild birds or live birds exhibiting neurologic signs consistent with HPAIV infection, including raptors, wild turkeys, and groups of >5 dead birds from which we obtained samples. We refer to these as morbidity and mortality samples, and our collection efforts targeted birds that had died <24 h previously. In April 2015, which coincided with the peak rates of infection in Minnesota facilities (8), we collected 2,991 waterfowl fecal samples and pooled them into 1,027 brainheart-infusion media vials; 1,591 samples (548 pooled) were obtained from counties with infected facilities, and 1,400 samples (479 pooled) were collected from waterfowl production areas without facilities ( Figure 1 ). Although HPAIV was not detected in these samples, 30 pooled samples (representing 85 individual birds) tested positive for LPAIV. Apparent LPAIV fecal prevalence was 0.012 (95% CI 0.007-0.018) in counties with infected poultry, 0.008 (95% CI 0.004-0.014) in counties without infection, and 0.010 (95% CI 0.007-0.014) in the combined study area. Given that HPAIV was not detected and that we could not sample every individual bird in the waterfowl population, if HPAIV were present, there was a 95% probability that fecal prevalence was between 0 and 0.181% in areas with infection and 0 and 0.224% in areas without infection.
Surveillance for Highly Pathogenic Avian
Through June 4, 2015 (last confirmed positive facility), we collected and tested 104 morbidity and mortality samples (Table) and detected a single HPAIV-positive bird, a Cooper's hawk (Accipiter cooperii) from Yellow Medicine County (20 km from an infected facility); this infection was confirmed on April 29, 2015 ( Figure 2) . We suspect that this woodland predator and opportunistic scavenger was exposed to HPAIV through a food item.
Although not discovered as part of Minnesota Department of Natural Resources surveillance, 3 black-capped chickadees (Poecile atricapillus) were found in an urban neighborhood exhibiting neurologic signs and submitted to the University of Minnesota Veterinary Diagnostic Laboratory by the Minnesota Wildlife Rehabilitation Center in June 2015; in 1 bird there was weak detection of Eurasian H5 RNA, but no virus was recovered and no sequence could be obtained directly from the sample (7). All 3 birds demonstrated multifocal encephalitis, which was likely the cause for the neurologic signs (A. Armien, pers. comm.).
Conclusions
Morbidity and mortality samples yielded the only HPAIV detected in our surveillance of Minnesota wild birds, despite the relatively small number of samples. This sample type has proven valuable for HPAIV detection in wild birds in other states; 32% of HPAIV detections nationwide and 90% of HPAIV detections within the Mississippi flyway were derived from this source during December 2014-June 2015 (7) . Evolving HPAIV strains can elicit clinical signs and death in young immunologically naive ducks (10) , and targeted sampling of waterfowl postbreeding areas for dead or neurologically impaired hatch-year birds might prove useful for future HPAIV surveillance (11) .
Careful thought has been given to the design of surveillance programs for avian influenza (12) . The study objectives, coupled with the methodologic limitations of available approaches, drive the sampling tool ultimately applied. Although opportunistic sampling (e.g., morbidity and mortality surveillance) is accessible to most agencies, it is not suited for formal population-level inferences. For estimating AIV shedding prevalence, swab sampling of oropharyngeal and cloacal cavities in live birds or the trachea and cloaca in recently deceased birds is optimal because AIV replicates and sheds through the digestive tract (13) and the upper respiratory system (14) . For investigating exposure history, sampling blood from live or recently dead birds for serologic testing would be more appropriate, although timing, location, and mechanism of exposure cannot be determined.
Most of our samples were obtained from waterfowl feces. The outbreak's speed required a quickly deployable method to collect adequate sample sizes and implement spatial design elements that would allow a meaningful comparison between known areas with infection and areas of the state apparently without infection. Modeling has shown that AIV maintenance in wild bird populations is mediated by environmental transmission (15) , and the detection of LPAIV in waterfowl fecal samples supports that conclusion. No HPAIV was detected in waterfowl feces, although there was 95% probability of apparent fecal prevalence throughout the study area of 0 to 0.1%. Thus, we conclude that during the 2015 HPAIV (H5N2) outbreak in Minnesota poultry, HPAIV contamination in wild waterfowl feces was not widespread. 
